Suppl. Fig 2:
Expression of disease-relevant genes across healthy and asthmatic donor cells exposed to control air.
Microarray-based expression of TH2-type asthmatic markers (A), FOXJ1 ciliated cell and MUC5AC/MUC5B goblet cell markers (B), and airway mucin genes associated with mucus hypersecretion (C). Statistical significance between control and asthmatics was tested via ANOVA followed by benjamini-hochberg false discovery rate correction. A hierarchical cluster based on this subset of differentially expressed mucins in (B) and (C), differentiates healthy from asthmatic donors (D).
Suppl. Fig 3:
Comparative assessment of asthmatic and healthy transcriptomes following exposure to air, nCuO or nCuO COOH Venn distribution (A) of genes that are differentially expressed between asthmatic and healthy donor cells, when exposed to air (Air) or aerosols derived from either pristine (nCuO) or carboxylated (nCuO COOH ) copper oxide nanoparticles. Very little overlap is observed between these genes. After K-means clustering of all these genes, the high dose exposed samples are farthest apart from the air-exposed samples, with the air exposed healthy and asthmatic samples being relatively closer to each other (B). That is when exposure to nanoparticles are taken into account, the molecular basis of asthma is no longer the biggest differences between healthy and asthmatic donor cells. Biological process enrichment analysis (C) of the differential expressed genes in (A), shows the transition from disease-based to a primarily exposure-based molecular profile, when comparing asthmatic to healthy transcriptome before and after nanoparticle exposures.
Suppl Figure 4:
Contrast group design for analysis of differentially expressed genes and categorization of dose-dependent exposure parameters
In (A) all 12 contrast sets, and the identified number of significant differentially expressed genes (DEGs) between nanoparticle-exposed and their corresponding air-exposed controls. Grouping of contrasts that consist of DEGs which can be attributed to the influence of surface chemistry (nCuO/nCuO COOH ) or tissue health status (Asthmatic/Healthy) on sensitivity to adverse nanoparticle exposures are shown in (B). The total number of genes for each of these categories are also shown.
